Supplementary Figure S1 . Differential expression of CDH13 mRNA in cerebral cortex samples from individual humans with different intron 2 SNP rs2199430 genotypes. Plot mean ± SEM of relative expression of CDH13 mRNA in cerebral cortical samples of individuals with corresponding genotypes (n = 82, 78 and 12, respectively). Triplicate RT-PCR assays. Relative expression was determined by the mean of two CDH13 amplimers in relation to the geometric mean of three control mRNAs from the same sample (Methods). ***p < 0.001.
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Supplementary Figure S1 . Differential expression of CDH13 mRNA in cerebral cortex samples from individual humans with different intron 2 SNP rs2199430 genotypes. Plot mean ± SEM of relative expression of CDH13 mRNA in cerebral cortical samples of individuals with corresponding genotypes (n = 82, 78 and 12, respectively). Triplicate RT-PCR assays. Relative expression was determined by the mean of two CDH13 amplimers in relation to the geometric mean of three control mRNAs from the same sample (Methods). ***p < 0.001. Figure S2 . Assessments of CDH13 mRNA in relationship to genotype and individual differences in cocaine-conditioned place preference. (A) Expression of CDH13 mRNA in cortical samples from constitutive Cdh13 knockout mice of different genotypes. Mean ± SEM of relative expression of CDH13 mRNA in +/+ , ± , and -/-mice (n = 3/genotype). Relative expression was determined in relation to the geometric mean of three reference mRNAs from the same sample and normalized to the wild type levels. *p < 0.05, ***p < 0.001. (B) Correlations between individual differences in cerebral cortical levels of CDH13 mRNA and place preference conditioned by exposures to environments paired with 4 mg/kg cocaine in conditional flCDH13 knockout mice treated with tamoxifen as adults. Correlation between levels of CDH13 expression versus conditioned place preference scores in tamoxifen-treated flCDH13 mice with and without Cre (r = -0.423, p = 0.03 one tailed t test).
Supplementary
Supplementary Figure S3 . CDH13 knockout: locomotion and habituation in a large, enclosed, arena. Points represent mean ± SEM for meters traveled during each 10 min epoch of the 60 min following first exposure to a novel apparatus. (A) males. (B) females. n = 11-46 per genotype.
Supplementary Figure S4 . Locomotion in CDH13 mice during CPP testing. (A) Locomotion during the first preconditioning session for young mice <90 d of age and old mice >90 d of age when tested (n = 22-27/group). (B) Locomotion during the first conditioning session (n = 11-12/group). Bars indicate mean ± SEM of the number of meters traveled. *p < 0.05. Figure S5 . Acquisition and performance of the Morris water maze task in constitutive CDH13 knockouts and wild-type littermates. (A) Mean ± SEM of the latencies to reach Morris water maze platform for wild-type, heterozygous and homozygous constitutive CDH13 knockouts. Knockouts displayed no significant deficit in task acquisition (da 1-5, repeated measures ANOVA genotype*day effect, p = 0.96). *p < 0.05. (B) Mean ± SEM of the probe trial results. Note no significant differences between mice of the three genotypes for distance from the former platform location, time in target quadrant, time in opposite quadrant or swimming velocities (ANCOVA, p = 0.133; 0.123; 0.323 and 0.448, respectively) . n = 12/genotype. Figure S6 . Acquisition and performance of 5-choice serial reaction time task in male mice. Numbers of correct responses (circles), premature responses (triangles) and omitted responses (squares) made by wild-type mice (top) and littermate constitutive homozygous male CDH13 knockout mice (bottom) in 5-choice serial reaction time task acquisition and testing during weekly blocks of trials (vertical lines). Stimulus durations were 60, 30, 15, 7.5 and 4 s during blocks 1-5, respectively. Data from female mice displayed no trends toward influences of genotype (data not shown).

Supplementary Figure S7 . Time spent in light (A) and central (B) areas of dark box emergence and open field testing, respectively. There were no significant differences between genotypes in either male or female mice. 
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